. TCGA data analysis shows that FOXM1 and its target genes are over-expressed in TNBC. TCGA breast cancer data dataset visualization via the Santa Cruz Cancer Genome Browser (individual BC cases represented in rows, genes represented in columns) showing a FOXM1 transcription network in different breast cancer subtypes and normal breast tissue (n = 817 samples, 82 TNBC). The arrows indicate highly expressed genes in TNBC samples in the TCGA BC data set that are down-regulated in MDA-MB-231 cells treated with ICG-001 compared to DMSO control (shown in Figure 4A ). Table S18 . TMA data set all cases mean OS based on CBP expression. 
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